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Promoter sequence 

Matrix 

CMYB_01 

MYOO_Q6 

S8JD1 

S8_01 

DELTAEF1_01 

GATA_C 

CMYBL.01 

GATA1J02 

GATA_C 

TAL1 ALP H AE47_Q 1 

TAL1 BETAE47_0 1 

TAL1BETAITF2_01 

MYOD_Q6 

GATA1_04 

IK1 01 

!K2_01 
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SRY_02 

E2FJ32 

MZF1_01 
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Scor Length Sequ nee 

0.983 9 TGTCAGTTG 

0.961 1 0 CCCAACTGAC 

0-960 1 1 AATAGAATTAG 

0.966 11 AACTAAATTAG 

0.960 11 G CACACCTC AG 

0.964 1 1 AGATAAATCCA 

0.958 9 CTTCAGTTG 

0 959 14 TTGTAGATAGGACA 

0 953 11 AGATAGGACAT 

0.973 16 CATAACAGATGGTAAG 

0 983 16 CATAACAGATGGTAAG 

0.978 16 CATAACAGATGGTAAG 

0.954 10 ACCATCTGTT 

0 953 13 TCAAGATAAAGTA 

0.963 13 AGTTG GGAATTCC 

0.985 1 2 AGTTGG G AATTC 

0 962 10 TGGGAATTCC 

0.950 14 TCAGTGATATGGCA 

0.951 12 TAAAACAAAACA 

0.957 8 TTTAGCGC 

0.975 6 TGAGGGGA 
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0.956 1 1 GGACCAATCAT 

0.962 8 CCTGGGGA 

0994 9 TGACCGTTG 

0.985 9 TCCAACGGT 

0 968 9 TTCCTGGAA 

0.951 9 TTCCAGGAA 

0 956 8 TTGGGGGA 
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0 986 8 AGAGGGGA 
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0.960 8 GAAGGGGA 
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0.986 8 AGAGGGGA 



Promoter sequence P29B6 (555 bp) 

Orient 



Matrix 

ARNT.01 

NMYCJ01 

USFJ01 

USF_01 

NMYCJ>1 

MYCMAX_02 

USF_C 

USF_C 

ELK1_02 

CETS1PS4J31 

AP1_Q4 

AP1FJ_Q2 

PA0S_C 



Position 
-311 
-309 
-309 
-309 
-309 
-309 
-307 
-^07 
-292 
-105 
-102 
-42 
-42 
45 



ation 



Score 
+ 0.964 
+ 0.965 
+ 0.985 
0.985 
0.956 
0.972 
+ 0,997 
0.991 
0.968 
+ 0.963 
+ 6.974 
0.963 
0.961 
+ 1 .000 

Figure 5 



Length 
16 
12 
12 
12 
12 
12 
8 
8 
8 

14 

10 
11 
11 
9 



Sequence 

GGACTCACGTGCTGCT 

ACTCACGTGCTG 

ACTCACGTGCTG 

CAGCACGTGAGT 

CAGCACGTGAGT 

CAGCACGTGAGT 
TCACGTGC 

GCACGTGA 

CATGGGGA 

CTCTCCGGAAGCCT 

TCCGGAAGCC 

AGTGACTGAAC 

AGTGACTGAAC 

TGTGGTCTC 




I 



1 



201 



200 



( START 



NO 








I STORE NEW SEQUENCE TO A MEMORY 






OPEN DATABASE OF SEQUENCES | 


1 


f - 



202 



204 



206 



READ FIRST SEQUENCE IN DATABASE 




PERFORM COMPARISON OF NEW SEQUENCE AND 
STORED SEQUENCE 




224 



212 



GO TO NEXT 
SEQUENCE IN 
DATABASE 



214 



DISPLAY STORED SEQUENCE NAME TO USER 




FIGURE 7 



250 



252 



C START 





264 



READ NEXT CHARACTER OF FIRST AND SECOND 
SEQUENCES 



STORE A FIRST SEQU 


ENCE TO A MEMORY 




r 


STORE A SECOND SEQUENCE TO A MEMORY 




f 


READ FIRST CHARACTER OF FIRST SEQUENCE 






READ FIRST CHARACTER OF SECOND SEQUENCE 



254 



256 



260 



262 



268 

V 



YES 




DISPLAY HOMOLOGY LEVEL BETWEEN THE FIRST AND 
SECOND SEQUENCES 



278 



( END 



FIGURE 8 



302 



300 



Q start' 







STORE A FIRST SEQUENCE TO A MEMORY 




r 


OPEN A DATABASE OF SEQUENCE FEATURES 




r 



304 



30< 



308 



READ FIRST FEATURE FROM DATABASE 



COMPARE FEATURE ATTRIBUTES WITH THE FIRST 
SEQUENCE 



NO 




310 



316 



READ NEXT 
FEATURE IN 
DATABASE 



326 



DISPLAY FOUND FEATURE TO THE USER 



318 




5 
E 
B 



CO 
CO 



E 
x 



en 



&0 

E 



2 

I 



I 

o 
CO 



1= 



o 



o 



o 



•a 



a 

2 
55 



CO 



6 
g 

WD 



.X2 
O 



2 

CO 

2 



II 

co 



o 



3 



ii 

CO 



o 



CO 
CD 



II 

CO 



o 
JO 



co 
CQ 



of 
II 



It 

CD 



o 



CO 

3 

CQ 



CO 

< 



SI 



CO 



•a 

bp 



s 



P. 



OS 



^ II 

II z 

CO 



22 



o 

Ok 



a» 

2 

eg 

8 
IS 
o 

G 

o 



S3 

cr 



►£3 



o 



CO 

CQ 



■s 



X 

£ 



S 



O 




5. 



o 



CO 

2 



CO 

col 



s 

•a 

o 

r 

o 



f 



II 

I 



II 

OQ 



o 
II 

La 



o 



o 



2: 

CO 



CO 

CD 



CO 
CQ 



E- 

CO 

< 



PS 
CP 



